Background
In breast cancer, there is increasing evidence that stromal cells may influence tumor development in the primary site, as well as in regional and distant metastatic sites. The aim of this study was to compare the expression profile of stromal cells from the primary tumor (PT), lymph nodes metastases (N+) and bone marrow (BM) from breast cancer patients.
Methods
Fibroblasts primary culture was established from 11 breast cancer patients. Expression analysis was evaluated in PT (n=4), N+ (n=3) and BM (n=4) through a customized cDNA microarray platform (4,800 ORESTES) analyzed by SAM (TMEV; FDR 0%) and functional analysis was performed using DAVID. Technical validation was performed in 6 samples and biological validation was performed in fibroblasts obtained from others 25 patients as evaluated by RT-qPCR.
Results
We observed 267 differentially expressed genes among fibroblasts obtained from the three different sites, which appropriately clustered them in accordance with their origin. Although differences between PT vs. N+ were represented by 20 genes, differences between PT vs. BM and N + vs. BM were more significant (235 and 245 differentially expressed genes respectively). DAVID analysis revealed that these cells differed in many functions including those related to development. Among differentially expressed genes were NOTCH2 was confirmed less expressed in PT vs. N+ and USP16 confirmed less expressed in PT vs. BM.
Conclusion
In breast cancer patients, stromal cells obtained from different origins present a differential gene expression profile.
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